work theory is being increasingly used to analyze biomolecular systems. In particular, proteins rarely act alone, which prompted the arrival of proteomics. "Network proteomics" is just defined as the research area that introduces network theory to investigate biological networks ranging from protein structure networks to protein-protein interaction networks. In addition, the application of network proteomics in biomedical fields has increased significantly. This special issue has collected contributions, not only focusing on the state of the art of methodology in "network proteomics" itself but also focusing on the current status and future direction of their applications in translational medical informatics.
This issue starts with discussing the role of protein structure that participates in interactions. N. Raethong et al. developed a strategy to annotate Aspergillus oryzae, which would enhance its metabolic network reconstruction. By using the molecular dynamics simulation and principle component analysis, H. Wan et al. investigated the interaction between the last half repeat in TAL effectors and its binding DNA. This work would give a deeper understanding of the recognition mechanism of protein-DNA interactions.
Protein complexes offer detailed structural characteristics of protein-protein interactions. H. Zhang et al. proposed a method by combining the high frequency modes of Gaussian network model and Gaussian Naive Bayes to identify hot spots, which are residues that contribute largely to proteinprotein interaction energy. G. Hu et al. performed a comparative study of elastic network model and protein contact network for protein complexes in case of hemoglobin. Altogether, we wish this issue has given a wider development of structural biology and systems biology with the advantage of biological network analysis as well as prospecting the future of this area towards translational bioinformatics and systems pharmacology. 
Guang Hu

